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Introduction {#sec001}
============

Chromatin structure is an important determinant of eukaryotic transcription regulation. At gene regulatory regions such as promoters and enhancers, chromatin needs to be in an accessible state to allow for binding of the transcriptional machinery. Consequently, the vast majority of transcription factor (TF) binding co-localizes with accessible chromatin regions \[[@pgen.1008546.ref001],[@pgen.1008546.ref002]\]. Chromatin accessibility is regulated through the interplay of modifications to nucleosomes, such as posttranslational histone modifications and the incorporation of histone variants, as well as the binding of trans-acting factors \[[@pgen.1008546.ref003]\].

While a number of studies suggest that chromatin accessibility generally correlates with gene activity \[[@pgen.1008546.ref004]--[@pgen.1008546.ref006]\], others have suggested that this correlation is, at least globally, rather weak. For example, chromatin accessibility landscapes are broadly similar in cell types and tissues with different expression signatures, and in embryonic cells exposed to different transcription factor concentrations \[[@pgen.1008546.ref002],[@pgen.1008546.ref007],[@pgen.1008546.ref008]\]. This argues against the use of chromatin accessibility as a proxy for gene activity. In fact, open chromatin can also be detected at regulatory elements that become active only later during development. During hematopoiesis, for example, accessibility is more highly correlated with the 'poised' enhancer mark H3K4me1 than with the active H3K27ac mark \[[@pgen.1008546.ref009]\]. Furthermore, *Drosophila*, mouse, and human embryos harbor accessible chromatin at regulatory elements prior to gene activation \[[@pgen.1008546.ref004],[@pgen.1008546.ref010]--[@pgen.1008546.ref013]\]. This raises the question whether chromatin accessibility can prime genes for activation.

The onset of transcription during zygotic genome activation (ZGA) provides an excellent system to address this question. In zebrafish, the bulk of zygotic transcription is initiated around three hours post fertilization (hpf) at the 1000-cell stage \[[@pgen.1008546.ref014]\]. However, zygotic genome activation is a gradual process with different genes starting to be transcribed at different times \[[@pgen.1008546.ref015]--[@pgen.1008546.ref018]\]. It starts as early as the 64-cell stage, when the miR-430 gene cluster is activated \[[@pgen.1008546.ref019]--[@pgen.1008546.ref022]\], and ends when the cells in the embryo start to adopt different fates during gastrulation. Recently, Pou5f3, SoxB1 and Nanog have been identified as key transcription factors involved in activation of the zygotic genome; they bind thousands of putative regulatory elements, and loss of these TFs results in the reduced expression of many genes \[[@pgen.1008546.ref015],[@pgen.1008546.ref023]--[@pgen.1008546.ref025]\]. Furthermore, zebrafish Pou5f3 and Nanog have been shown to play a role in promoting an open chromatin state at regulatory elements \[[@pgen.1008546.ref026],[@pgen.1008546.ref027]\]. It remains unclear, however, whether Pou5f3, Sox19b and Nanog prime genes for activity.

Here we show that chromatin accessibility at promoters and enhancers often precedes transcriptional activity during zebrafish ZGA. The establishment of accessible regions requires the transcription factors Pou5f3, Sox19b and Nanog, and primes genes for future activation.

Results {#sec002}
=======

Chromatin accessibility at gene regulatory regions increases during genome activation {#sec003}
-------------------------------------------------------------------------------------

To study the dynamics of the chromatin landscape during zebrafish zygotic genome activation (ZGA), we generated genome-wide chromatin accessibility maps by ATAC-seq \[[@pgen.1008546.ref028]\]. Data from bulk ATAC-seq reflects the average accessibility of cells in a population \[[@pgen.1008546.ref003]\]. We analyzed seven stages from before the onset of transcription (256-cell), during genome activation (high, oblong, sphere, dome), until the cells in the embryo start to adopt different fates during gastrulation (shield, 80% epiboly) ([Fig 1A](#pgen.1008546.g001){ref-type="fig"}). Biological replicates showed a large degree of correlation and samples from adjacent stages clustered together ([S1A and S1B Fig](#pgen.1008546.s001){ref-type="supplementary-material"}), demonstrating the high quality of our data. We called ATAC-seq peaks by MACS2 \[[@pgen.1008546.ref029]\], using genomic DNA as an input control ([S2 Fig](#pgen.1008546.s002){ref-type="supplementary-material"} and Methods) and used k-means to cluster these peaks. We identified five clusters with different chromatin accessibility dynamics ([Fig 1B](#pgen.1008546.g001){ref-type="fig"}). The genomic regions in cluster 5 are only moderately accessible throughout the time series, while the accessibility of genomic regions in clusters 1 through 4 increases with different temporal dynamics. The regions in cluster 3 and 4 become accessible at different times during gastrulation. Cluster 2 regions become accessible during ZGA, while regions in cluster 1 are already moderately accessible before ZGA (at 256-cell stage) and increase rapidly in accessibility in subsequent stages. Focusing on regulatory elements ([S3 Fig](#pgen.1008546.s003){ref-type="supplementary-material"}), we found that promoters (defined as +/- 1kb of the TSS) and putative enhancers (defined based on accessibility and binding of developmental TFs, see [Methods](#sec014){ref-type="sec"}) open with different temporal dynamics in clusters 1 through 4 ([Fig 1C and 1D](#pgen.1008546.g001){ref-type="fig"}). This dynamic opening of regulatory elements is also apparent at individual gene loci ([Fig 1E](#pgen.1008546.g001){ref-type="fig"}). We conclude that during genome activation, chromatin accessibility dynamically increases at gene regulatory regions.

![Chromatin accessibility at regulatory elements increases during zygotic genome activation.\
**a)** Schematic of timepoints and embryonic stages chosen for ATAC-seq. "Early" ZGA genes correspond to genes activated until sphere stage and "late" ZGA genes correspond to genes activated after sphere stage. **b)** Five clusters of chromatin accessibility over the ATAC-seq time-series. **c)** TSS-centered heatmaps of ATAC-seq peaks in clusters 1 through 4. **d)** Heatmaps of ATAC-seq peaks centered on putative enhancer regions in clusters 1 through 4. **e)** Genome browser snapshots of two genomic regions over the ATAC-seq time-series. Peaks belonging to clusters 1--4 are indicated.](pgen.1008546.g001){#pgen.1008546.g001}

RNA polymerase II activity is generally not required for chromatin accessibility {#sec004}
--------------------------------------------------------------------------------

The increase in chromatin accessibility that we observe during genome activation suggests that accessibility could be a consequence of transcriptional activity. To test this possibility, we inhibited transcription by injecting embryos with α-amanitin at the one-cell stage. α-amanitin treatment resulted in transcription inhibition and developmental arrest at sphere stage ([S4 Fig](#pgen.1008546.s004){ref-type="supplementary-material"}), as previously described \[[@pgen.1008546.ref015],[@pgen.1008546.ref030],[@pgen.1008546.ref031]\]. We collected embryos at oblong stage, performed ATAC-seq, and compared chromatin accessibility in α-amanitin-treated and untreated embryos. This revealed that in general, chromatin accessibility at oblong stage is not a consequence of transcriptional activity ([Fig 2A](#pgen.1008546.g002){ref-type="fig"}). Of all regions that are accessible in untreated embryos at oblong stage, only the miR-430 cluster shows a dramatic loss in accessibility upon transcription inhibition ([Fig 2A](#pgen.1008546.g002){ref-type="fig"}). Interestingly, the expression level of miR-430 is orders of magnitude higher than that of any other gene during early zebrafish development \[[@pgen.1008546.ref019]\]. This suggests that the transcription-dependent chromatin accessibility at the miR-430 cluster could be the result of RNA polymerase II complexes that evict nucleosomes, as has been demonstrated *in vitro* \[[@pgen.1008546.ref032]--[@pgen.1008546.ref034]\], and is reminiscent of the transcription-dependent accessibility at highly transcribed MERVL retrotransposons at the onset of ZGA in mouse embryos \[[@pgen.1008546.ref004]\]. To determine whether transcribing RNA polymerase II contributes to chromatin accessibility at other highly transcribed genes as well, we grouped genes based on their expression level at oblong stage and associated putative enhancers with these genes using the nearest neighbor approach (see [Methods](#sec014){ref-type="sec"}). This revealed that chromatin accessibility at promoters and enhancers is not affected by transcription inhibition, with the exception of the miR-430 locus ([Fig 2B](#pgen.1008546.g002){ref-type="fig"}). This is exemplified in genome browser snapshots of chromatin accessibility at the miR-430 locus (hypertranscribed), *id1* (strongly expressed), and *fbxw4* (weakly expressed) loci in transcription-inhibited and untreated embryos ([Fig 2C](#pgen.1008546.g002){ref-type="fig"}). We conclude that, apart from the miR-430 cluster, the chromatin accessibility landscape that is present during zebrafish genome activation does not depend on transcribing RNA polymerase II.

![Transcription inhibition affects chromatin accessibility only at the miR-430 locus.\
**a)** Correlation dot plot comparing accessibility in α-amanitin-treated embryos with untreated embryos. Significantly (S) and non-significantly (NS) affected peaks (DESeq2 log2 fold change -1.5, 5% FDR), as well as peaks that fall into the miR-430 cluster are indicated. **b)** Heatmaps of chromatin accessibility in untreated and α-amanitin-treated embryos, grouped based on the expression level of associated genes at sphere stage (expression data taken from \[[@pgen.1008546.ref015]\]; strongly expressed genes are defined as the top 20% genes expressed at sphere stage (RPKM \> = 0.419), whereas weakly expressed genes are all other genes (with a minimal expression of RPKM \> = 0.004 at sphere stage). **c)** Genome browser snapshots of untreated and α-amanitin-treated embryos at oblong stage for the hypertranscribed miR-430 gene cluster; *id1*, a gene with strong zygotic expression; and *fbxw4*, a gene with weak zygotic expression.](pgen.1008546.g002){#pgen.1008546.g002}

Chromatin accessibility at regulatory elements precedes transcriptional activity {#sec005}
--------------------------------------------------------------------------------

The observation that the increase in chromatin accessibility at promoters and enhancers is independent of transcriptional activity prompted us to investigate the temporal relationship between the opening of chromatin at regulatory elements and transcription onset. We selected genes that become transcriptionally active between sphere and shield stage \[[@pgen.1008546.ref015]\] ("late" ZGA genes, see [Fig 1A](#pgen.1008546.g001){ref-type="fig"}) and related chromatin accessibility at promoters with the time of gene activation. We found that promoters are accessible several stages prior to the activation of transcription ([Fig 3A](#pgen.1008546.g003){ref-type="fig"}). Moreover, chromatin accessibility increases during the stages preceding transcription activation ([Fig 3A](#pgen.1008546.g003){ref-type="fig"}). As a control, we selected promoters of genes that are not expressed until two days post fertilization \[[@pgen.1008546.ref016]\]. At these promoters, chromatin accessibility is extremely low and does not change from 256-cell to 80% epiboly. Thus, the changes in accessibility at promoters are not due to a general increase in accessibility. Next, we used the nearest neighbour approach to identify the enhancers associated with the late ZGA genes and compared their accessibility with the time of gene activation. We found that enhancers, like promoters, are accessible prior to gene activation ([Fig 3B](#pgen.1008546.g003){ref-type="fig"}). As for promoters, accessibility of putative enhancers increases during the stages prior to gene activation. Here, we used zebrafish enhancers from adult tissues as a control \[[@pgen.1008546.ref035]\]. At these enhancers, chromatin accessibility did not increase from 256-cell to 80% epiboly, confirming that the changes in accessibility at enhancers are not due to a general increase in accessibility. The accessibility of promoters and enhancers prior to gene activation, as well as the increase in accessibility prior to transcription activation, are easily visible at specific gene loci. For example, the promoter and putative enhancer of *gata6*, a gene that is activated at dome stage \[[@pgen.1008546.ref016],[@pgen.1008546.ref036]\], are accessible at 256-cell stage and their accessibility increases prior to transcription ([Fig 3C](#pgen.1008546.g003){ref-type="fig"}). A similar relationship between accessibility and transcription activation can be observed for the regulatory elements of *olig4* (activated at shield stage), and experimentally validated enhancers of *neurog* (activated at 80% epiboly stage), *ta* (activated at sphere stage), and *otx2* (activated at 80% epiboly stage) \[[@pgen.1008546.ref037]--[@pgen.1008546.ref039]\] ([Fig 3C](#pgen.1008546.g003){ref-type="fig"}, [S5 Fig](#pgen.1008546.s005){ref-type="supplementary-material"}). We conclude that promoters and enhancers are accessible prior to gene activation, and that their accessibility increases during the stages preceding transcription activation.

![Chromatin accessibility at regulatory elements increases prior to gene activity.\
**a)** Distribution of accessibility values (ATAC-seq FPKM) of promoters associated with genes that become activated after sphere stage (yellow), and genes that are not expressed (blue). White squares represent the median value. **b)** Distribution of accessibility values of enhancers associated with genes that become activated after sphere stage (yellow), and genes that are not expressed during early development (blue). White squares represent the median value. **c)** Genome browser snapshots of chromatin accessibility at the *gata6*, *olig4* and *neurog1* gene loci; stages at which genes are transcribed are indicated with green fonts, the red asterisk marks an experimentally validated *neurog1* enhancer \[[@pgen.1008546.ref037]\].](pgen.1008546.g003){#pgen.1008546.g003}

Our results so far raise two important questions. First, which factors are involved in opening up chromatin at promoters and enhancers? And second, does accessibility predict future transcription?

Pou5f3, Sox19b, and Nanog regulate chromatin accessibility {#sec006}
----------------------------------------------------------

To address the first question, we set out to investigate the role of Pou5f3, Sox19b and Nanog in opening up chromatin. These transcription factors are maternally loaded, and have been shown to be required for the activation of many zygotic genes \[[@pgen.1008546.ref015],[@pgen.1008546.ref023],[@pgen.1008546.ref025]\]. Moreover, their motifs are enriched in the distal regions that increase in accessibility between 256-cell and oblong stage ([S6 Fig](#pgen.1008546.s006){ref-type="supplementary-material"}). We created *pou5f3* and *sox19b* mutants using CRISPR-Cas9 \[[@pgen.1008546.ref040]\] ([S7 Fig](#pgen.1008546.s007){ref-type="supplementary-material"}). We excised the entire coding region of the *pou5f3* and *sox19b* genes, thereby preventing any potential genetic compensation that could be triggered by mutant mRNA \[[@pgen.1008546.ref041],[@pgen.1008546.ref042]\], or the generation of unexpected transcripts that escape nonsense-mediated decay \[[@pgen.1008546.ref043]\]. Maternal-zygotic (MZ) *pou5f3* embryos arrest in their development during late gastrulation, as previously described \[[@pgen.1008546.ref044]--[@pgen.1008546.ref046]\]. In contrast, MZ*sox19b* embryos develop normally until adulthood. The lack of a strong MZ*sox19b* phenotype can be explained by the zygotic expression of *sox19a*, *sox3* and *sox2*, which all belong to the SoxB1 family and can compensate for each other's function when expressed \[[@pgen.1008546.ref047]\]. For our studies this redundancy does not cause a problem, because at the early stages of development only Sox19b is present at high levels \[[@pgen.1008546.ref015],[@pgen.1008546.ref047]\]. For *nanog*, we obtained a recently published null mutant that harbors a 10 base pair deletion in the first exon, causing a frameshift \[[@pgen.1008546.ref048]\]. Importantly, the *nanog* mutant phenotype has previously been shown to be identical to embryos in which Nanog is knocked down by translation-blocking morpholinos \[[@pgen.1008546.ref025],[@pgen.1008546.ref048]\], suggesting that no mechanisms are involved in compensating for this mutation. Having obtained bonafide mutants for *pou5f3*, *sox19b* and *nanog*, we performed ATAC-seq on MZ*pou5f3*, MZ*sox19b* and MZ*nanog* embryos at oblong stage and compared chromatin accessibility in mutants and wild-type embryos. Oblong stage is the last embryonic stage during which development relies entirely on maternal products, which makes it unlikely that effects observed in the mutants would be indirect. Upon the loss of Pou5f3, we observed a widespread decrease in chromatin accessibility ([Fig 4A](#pgen.1008546.g004){ref-type="fig"}, [S8 Fig](#pgen.1008546.s008){ref-type="supplementary-material"}). Similarly, the loss of Sox19b and Nanog resulted in a strong decrease in accessibility at hundreds of genomic regions ([Fig 4A](#pgen.1008546.g004){ref-type="fig"}, [S8 Fig](#pgen.1008546.s008){ref-type="supplementary-material"}). When analyzing changes in accessibility at regulatory elements, we found that promoters and enhancers are strongly affected ([Fig 4B](#pgen.1008546.g004){ref-type="fig"}), as is apparent at genomic loci at Pou5f3-, Sox19b- and Nanog-regulated genes ([Fig 4C](#pgen.1008546.g004){ref-type="fig"}). As expected, these changes in accessibility are significantly larger at promoters and enhancers of genes that are regulated by the respective factors \[[@pgen.1008546.ref015]\] ([S9 Fig](#pgen.1008546.s009){ref-type="supplementary-material"}).

![Pou5f3, Sox19b and Nanog regulate chromatin accessibility at gene regulatory elements.\
**a)** Volcano plots showing the log2 fold change in accessibility in MZ*pou5f3*, MZ*sox19b* and MZ*nanog* mutants compared to wild-type embryos at oblong stage. Sites bound by Pou5f1, SoxB1, and Nanog are indicated in red, green and purple respectively. Non-bound sites are indicated in grey. **b)** Violin plots show the accessibility value (FPKM) at promoters and putative enhancers in wild-type embryos compared to the respective TF mutants. Significance of differences was tested using paired t-tests. **c)** Genome browser snapshots show accessibility tracks in MZ*pou5f3*, MZ*sox19b* and MZ*nanog* mutants and wild-type embryos at oblong stage, for target genes of the respective TFs \[[@pgen.1008546.ref015],[@pgen.1008546.ref025]\]. ChIP-seq tracks for the respective TFs at blastula stage are from data in \[[@pgen.1008546.ref023],[@pgen.1008546.ref024]\]. **d)** Violin plots show the log2 fold change in mutants over wild-type at sites bound by different combinations of Pou5f3, SoxB1 and Nanog. p-values are shown for differences between binding sites as assessed by one-sided Wilcoxon tests.](pgen.1008546.g004){#pgen.1008546.g004}

In a previous study, analysis of the effect of transcription factors on chromatin accessibility was limited to sites that are bound by Pou5f3, Sox19b and Nanog \[[@pgen.1008546.ref027]\]. As a consequence, the effects on promoter accessibility were not addressed. To determine whether the effect of Pou5f3 on promoter accessibility that we observed ([Fig 4C](#pgen.1008546.g004){ref-type="fig"}) could also be observed in the dataset that was previously generated \[[@pgen.1008546.ref027]\], we reanalyzed the MNase-seq data generated in this study. This revealed that distal as well as proximal regions that decrease in accessibility in our MZ*pou5f3* mutant show increased nucleosome occupancy in the *pou5f3* mutant (MZ*spg*) at dome stage ([S10 Fig](#pgen.1008546.s010){ref-type="supplementary-material"}). We conclude that Pou5f3, Sox19b, and Nanog are important for the opening of chromatin at regulatory elements during zygotic genome activation.

It was recently suggested that Pou5f3 and Nanog affect chromatin accessibility only at sites that are bound by a combination of Pou5f3, SoxB1, and Nanog \[[@pgen.1008546.ref027]\]. To determine whether the effect of Pou5f3, Sox19b, and Nanog is indeed limited to these so called PSN sites, we compared chromatin accessibility in the transcription factor mutants at sites bound by one, a combination of two, or all three transcription factors. Consistent with the previous study, accessibility is affected significantly at PSN sites ([Fig 4D](#pgen.1008546.g004){ref-type="fig"}). In addition, however, sites bound by a single TF, or a combination of two of the TFs, also show a significant decrease in accessibility in the MZ*pou5f3*, MZ*sox19b*, and MZ*nanog* mutants. Together, these data suggest that Pou5f3, Sox19b, and Nanog regulate chromatin accessibility at promoters and enhancers that are bound by one or more of these factors.

Finally, we analyzed the motifs at sites where Pou5f3, Sox19b or Nanog increase accessibility. Pioneer factors often target partial motifs \[[@pgen.1008546.ref049]\]. During human stem cell reprogramming for example, Oct4 and Sox2 target partial DNA motifs on nucleosomes \[[@pgen.1008546.ref050]\]. Similarly, a fraction of nucleosomal FoxA binding occurs at non-optimal motifs which are degenerate in at least two base positions \[[@pgen.1008546.ref051]\]. In contrast, our de novo motif analysis identified only minimal deviations from the canonical binding sites with no significantly enriched partial motifs ([S11 Fig](#pgen.1008546.s011){ref-type="supplementary-material"}). In addition, we observe the largest change in accessibility at sites with canonical binding motifs ([S12 Fig](#pgen.1008546.s012){ref-type="supplementary-material"}). These results are in agreement with another study in zebrafish \[[@pgen.1008546.ref027]\]. Together, this suggests that in zebrafish, Pou5f3, Sox19b and Nanog regulate chromatin accessibility predominantly at sites with high motif strength.

Chromatin accessibility established by Pou5f3, Sox19b and Nanog predicts future transcription {#sec007}
---------------------------------------------------------------------------------------------

Next, we addressed the question whether an increase in accessibility has predictive value for future transcription. To that end, we selected promoter regions that show an increase in ATAC-seq signal between 256-cell and oblong stage. We binned these regions into 20% quintiles, and analyzed the median expression intensity for associated genes at sphere and shield stages. This analysis shows that larger increases in chromatin accessibility between 256-cell and oblong stage are correlated with higher expression levels at sphere stage ([Fig 5A](#pgen.1008546.g005){ref-type="fig"}). To assess whether this correlation is also valid for distal elements, we linked ZGA genes with putative enhancers and observed that, as for promoters, the mean expression intensity is higher for genes that are linked to enhancers that show larger changes in accessibility ([Fig 5B](#pgen.1008546.g005){ref-type="fig"}). Similar results were obtained at shield stage ([S13A and S13B Fig](#pgen.1008546.s013){ref-type="supplementary-material"}). We conclude that an increase in chromatin accessibility at regulatory regions is a predictor of gene activity.

![An increase in chromatin accessibility predicts future gene expression, especially at Pou5f3/Sox19b/Nanog-regulated regions.\
**a)** Promoter regions were sorted into 20% quintiles based on accessibility increase between 256-cell and oblong stage, and violin plots show the expression value of associated genes at sphere stage. p-values are shown for differences in expression between the quintiles as assessed by one-sided Wilcoxon tests. **b)** Putative enhancer regions were sorted into 20% quintiles based on accessibility increase between 256-cell and oblong stage and violin plots show the expression value of associated genes at sphere stage. p-values are shown for differences in expression between quintiles as assessed by one-sided Wilcoxon tests. **c)** Heatmaps show the median expression value for genes associated with regulatory regions at sphere stage. Genomic regions are resolved by 20% bins of accessibility increase between 256-cell and oblong stage (x-axis), and 20% bins of accessibility change in MZ*pou5f3*, MZ*sox19b* and MZ*nanog* mutants compared to wild-type embryos at oblong stage (y-axis). **d)** Heatmaps show the mean z-score normalized H3K27ac signal at the same genomic regions as in C. **e)** Regulatory elements were binned into 20% quintiles based on accessibility change in MZ*pou5f3*, MZ*sox19b* and MZ*nanog* mutants compared to wild-type embryos, and violin plots show the enrichment (ChIP/Input) of Eomesa, Mxtx2, Smad2 and FoxH1 binding at blastula stages \[[@pgen.1008546.ref024],[@pgen.1008546.ref081],[@pgen.1008546.ref082]\]. \*FoxH1 signal was normalized to the genome-wide mean as no input sample was available. p-values are shown for differences in TF binding strength between the different bins as assessed by one-sided Wilcoxon tests.](pgen.1008546.g005){#pgen.1008546.g005}

The observed role of Pou5f3, Sox19b and Nanog in regulating chromatin accessibility in early embryos suggests that these transcription factors might be involved in priming. To test this possibility, we extended our analysis of the relationship between accessibility and future gene expression ([Fig 5A and 5B](#pgen.1008546.g005){ref-type="fig"}, [S13A and S13B Fig](#pgen.1008546.s013){ref-type="supplementary-material"}) with the effect of transcription factor loss. To this end, we resolved gene expression levels at sphere stage by the fold change in chromatin accessibility at promoters and enhancers between 256-cell stage and oblong, as well as by the average fold change in accessibility in Pou5f3, Sox19b, and Nanog mutants compared to wild-type embryos ([Fig 5C](#pgen.1008546.g005){ref-type="fig"}). This revealed that regulatory elements that show both the largest increase in accessibility between 256-cell and oblong stage, and the largest reduction in accessibility upon the loss of either Pou5f3, Sox19b or Nanog, have the highest expression level at sphere stage ([Fig 5C](#pgen.1008546.g005){ref-type="fig"}). Here too, analysis of shield stage embryos led to the same conclusion ([S13C Fig](#pgen.1008546.s013){ref-type="supplementary-material"}). Because of the observed correlation between zygotic transcription and H3K27ac levels on regulatory elements during zebrafish ZGA \[[@pgen.1008546.ref022],[@pgen.1008546.ref052]\], we repeated our analysis using H3K27Ac as a proxy for transcriptional activity. This independent analysis confirmed the important role of Pou5f3, Sox19b and Nanog in priming gene expression ([Fig 5D](#pgen.1008546.g005){ref-type="fig"}). Together, this shows that Pou5f3, Sox19b and Nanog open up gene regulatory regions to facilitate gene activation.

Finally, if Pou5f3, Sox19b, and Nanog prime genes for activation it would be predicted that they enable the binding of other transcription factors. To test this hypothesis, we assessed whether regions where Pou5f3, Sox19b or Nanog open up chromatin are enriched for the binding of transcription factors involved in mesendoderm specification. This analysis showed that regulatory elements which experience the greatest loss in accessibility in MZ*pou5f3*, MZ*sox19b* or MZ*nanog* mutants are the most highly enriched for the binding of the transcription factors Mxtx2, Eomesa, Smad2 and Foxh1 at blastula stages ([Fig 5E](#pgen.1008546.g005){ref-type="fig"}). Together, our results show that Pou5f3, Sox19b and Nanog prime genes for activation by opening up chromatin, which facilitates the binding of sequence-specific transcription factors.

Discussion {#sec008}
==========

In this study, we analyzed the dynamics and regulation of the chromatin accessibility landscape that underlies transcription activation during embryo development, using zebrafish ZGA as a model system. We find that promoters and enhancers increase in accessibility during genome activation. This is not due to transcriptional elongation by RNA polymerase II. In fact, accessibility at regulatory elements increases prior to gene activity. The increase in accessibility primes genes for activation, and Pou5f3, Sox19b and Nanog play a major role therein. Our results provide important insights into the relationship between chromatin accessibility and gene activity, and the molecular factors that shape the chromatin landscape during zebrafish genome activation.

Zygotic genome activation is accompanied by a dynamic increase in chromatin accessibility at regulatory elements {#sec009}
----------------------------------------------------------------------------------------------------------------

Our finding that chromatin accessibility increases during genome activation, especially at promoter and enhancer elements, is consistent with recent studies in *Drosophila*, zebrafish, *Xenopus*, mouse and human embryos \[[@pgen.1008546.ref004],[@pgen.1008546.ref010]--[@pgen.1008546.ref013],[@pgen.1008546.ref026],[@pgen.1008546.ref053]\]. Because bulk ATAC-seq measurements reflect an ensemble average of distinct molecular states \[[@pgen.1008546.ref003],[@pgen.1008546.ref054],[@pgen.1008546.ref055]\], an increase in accessibility over time may be due to an increase in the number of cell types in which specific regions are accessible, or a change to higher accessibility states of specific regions in most, if not all, cells of the embryo \[[@pgen.1008546.ref003]\]. Individual zebrafish cells are transcriptionally largely uniform during early developmental stages \[[@pgen.1008546.ref056],[@pgen.1008546.ref057]\], which suggests that the chromatin accessibility landscape may also be largely uniform, similar to what has been described for the early stages of *Drosophila* development \[[@pgen.1008546.ref058]\]. Moreover, the maternally loaded transcription factors Pou5f3, Sox19b and Nanog, which play an important role in opening chromatin, are uniformly expressed in the embryo at the time of ZGA \[[@pgen.1008546.ref024],[@pgen.1008546.ref047],[@pgen.1008546.ref059]\]. Together, this favors a scenario in which the increase in chromatin accessibility during zebrafish genome activation is caused by an embryo-wide change in chromatin accessibility states.

Transcribing RNA polymerase II evicts nucleosomes only at the hypertranscribed miR-430 locus {#sec010}
--------------------------------------------------------------------------------------------

Our observation that chromatin accessibility is independent of transcriptional activity is consistent with studies that failed to detect a causal link between the transcription process and promoter chromatin accessibility at a genome-wide level \[[@pgen.1008546.ref060],[@pgen.1008546.ref061]\]. However, *in vitro* and modeling studies have proposed that transcription by RNA polymerase II can form complexes which are able to evict nucleosomes and increase chromatin accessibility \[[@pgen.1008546.ref032]--[@pgen.1008546.ref034]\]. Our data suggest that such a mechanism may only take place at genomic regions that are very highly expressed. We find that the mir-430 cluster, which is transcribed two orders of magnitude higher than any other region, undergoes a dramatic loss in accessibility when elongation of RNA polymerase II is blocked. The miR-430 cluster is one of the first to be transcribed and initially, all transcribing RNA polymerase II localizes to the two alleles of the miR-430 cluster \[[@pgen.1008546.ref020]--[@pgen.1008546.ref022],[@pgen.1008546.ref062]\], which might facilitate the formation of RNA-pol II 'trains' capable of evicting nucleosomes, as shown *in vitro* \[[@pgen.1008546.ref034]\].

Chromatin accessibility precedes transcriptional activity {#sec011}
---------------------------------------------------------

Our finding that regulatory elements can be accessible prior to transcription of associated genes is in agreement with the establishment of other "active" chromatin features prior to gene expression. At zebrafish promoters, for example, histone modifications H3K4me3 \[[@pgen.1008546.ref063],[@pgen.1008546.ref064]\] and H3K27ac \[[@pgen.1008546.ref062],[@pgen.1008546.ref065]\], a hypomethylated state \[[@pgen.1008546.ref026],[@pgen.1008546.ref066]--[@pgen.1008546.ref068]\], and well-positioned nucleosomes \[[@pgen.1008546.ref069]\] can be established prior to the time their associated genes become expressed. Similar observations have been made in other species. In *Drosophila* embryos, for example, 47% of enhancers are accessible prior to large-scale genome activation \[[@pgen.1008546.ref010]\], and lineage-specific chromatin regulatory landscapes are established prior to gastrulation \[[@pgen.1008546.ref058]\]. Furthermore, histones can be acetylated prior to the major wave of ZGA at sites of early Zelda binding \[[@pgen.1008546.ref070],[@pgen.1008546.ref071]\]. Similarly, a subset of promoters in human and mouse embryos exhibit open chromatin prior to activation of the genome \[[@pgen.1008546.ref004],[@pgen.1008546.ref011],[@pgen.1008546.ref012]\]. We conclude that the establishment of accessible chromatin prior to gene activity is a common theme during early development.

Pou5f3, Sox19b and Nanog establish chromatin accessibility {#sec012}
----------------------------------------------------------

We found that zebrafish Pou5f3, Sox19b and Nanog are important for the increase in chromatin accessibility during ZGA. Ever since the discovery that human Oct4 and Sox2 act as pioneer factors during cell reprogramming \[[@pgen.1008546.ref050],[@pgen.1008546.ref072]\], and the finding that their homologues are involved in zebrafish zygotic genome activation \[[@pgen.1008546.ref015],[@pgen.1008546.ref023]\], it has been hypothesized that Pou5f3, Sox19b and Nanog could play a role in remodeling chromatin during genome activation. We now provide direct evidence for this hypothesis. Our results are in agreement with two recent studies reporting that the genetic loss of *pou5f3* and *nanog*, or their knockdown by translation-blocking morpholinos, influences the accessibility of chromatin at sites bound by these factors \[[@pgen.1008546.ref026],[@pgen.1008546.ref027]\]. In contrast to the previously reported preference of Pou5f3 and Nanog to open up distal regions that are DNA methylated \[[@pgen.1008546.ref026]\], we find that Pou5f3, Sox19b and Nanog are also important for regulating chromatin accessibility at promoters of zygotic genes, which are generally hypomethylated. This might explain why a third study \[[@pgen.1008546.ref027]\] found no preference for Pou5f3 and Nanog affecting accessibility at hypermethylated sites. Our finding that the loss of Pou5f3, Sox19b and Nanog has the largest effect on accessibility at sites bound by all three factors, is consistent with a previous study \[[@pgen.1008546.ref027]\]. However, while this study reported that Pou5f3 and Nanog exclusively remodel chromatin accessibility at PSN sites, we find that they also regulate accessibility at regions that are bound by only one or two factors.

We note that our analysis of motifs that are enriched in regions that show an increase in chromatin accessibility during early ZGA suggests that in addition to Pou5f3, Sox19b, and Nanog, there are other transcription factors that could play a role in priming genes for activity. One such candidate factor is NFYA. It has previously been shown that NFYA binds to DNA in combination with TALE factors during zebrafish blastula stages \[[@pgen.1008546.ref073],[@pgen.1008546.ref074]\], promotes chromatin accessibility and enhances the binding of Oct4, Sox2 and Nanog in embryonic stem cells \[[@pgen.1008546.ref075]\], and establishes open chromatin during mouse ZGA \[[@pgen.1008546.ref011]\]. Future studies will reveal whether NFYA cooperates with Pou5f3, Sox19b and Nanog in transcriptional priming during zebrafish ZGA.

Pou5f3, Sox19b and Nanog prime genes for activation {#sec013}
---------------------------------------------------

We found that an increase in chromatin accessibility at regulatory elements primes genes for future activity. Although changes in chromatin accessibility have been correlated with transcription levels before \[[@pgen.1008546.ref010],[@pgen.1008546.ref076],[@pgen.1008546.ref077]\], it was not clear whether chromatin accessibility at regulatory regions primes genes for activation. Here, we show directly that the increase in accessibility during the earliest stages of zygotic genome activation has a strong predictive value for future transcription. This is in contrast with the absolute level of chromatin accessibility prior to transcription, which does not show a correlation with transcription at later stages of zebrafish development \[[@pgen.1008546.ref065],[@pgen.1008546.ref069]\].

Priming is strongest for genes where accessibility depends on Pou5f3, Sox19b and Nanog. Our data suggests that by opening up chromatin at regulatory elements, Pou5f3, Sox19b and Nanog facilitate the binding of other transcription factors involved in lineage specification and patterning. This is in agreement with recent work showing that Pou5f3 and Sox3 remodel chromatin during *Xenopus* ZGA to predefine competence for germ layer formation \[[@pgen.1008546.ref053]\]. Future studies will be required to explore in more detail how Pou5f3, Sox19b and Nanog prime genes for activity. One potential mechanism is that these transcription factors mediate the establishment of H3K27ac at regulatory elements \[[@pgen.1008546.ref062],[@pgen.1008546.ref065]\]. Pou5f3, Sox19b and Nanog, as well as H3K27ac are essential for zygotic genome activation \[[@pgen.1008546.ref015],[@pgen.1008546.ref022],[@pgen.1008546.ref065]\], and the highest H3K27ac enrichment occurs at Pou5f3-, Sox19b-, and Nanog-primed loci (this study). The interdependence of these factors in the context of priming, however, remains unclear. Another potential mechanism involves the recruitment of chromatin remodelers to establish accessibility at regulatory elements. Recently, it was suggested that BRG1 could be involved in Pou5f3-mediated opening of chromatin in zebrafish \[[@pgen.1008546.ref026]\], similar to what has been reported in ES cells \[[@pgen.1008546.ref078]\]. However, it is likely that Pou5f3-mediated chromatin remodeling in zebrafish mechanistically differs from other species, given that zebrafish Pou5f3 lacks the linker region between the POU domains, which appears to be important for the interaction with Brg1 \[[@pgen.1008546.ref079]\] and its capability for reprogramming \[[@pgen.1008546.ref079],[@pgen.1008546.ref080]\].

Materials and methods {#sec014}
=====================

Ethics statement {#sec015}
----------------

All animal experiments were conducted according to the German Animal Welfare act and the European Communities Council Directive of 22 September 2010, and approved and licensed by the local ethics committee (Landesdirektion Sachsen, Germany; license number DD24.1-5131/354/92).

Zebrafish husbandry and manipulation {#sec016}
------------------------------------

Zebrafish (TLAB) were maintained at 28.5°C according to standard protocols. Embryos were dechorionated with pronase and were grown in Danieau's medium on agarose dishes until the desired stage. For transcription inhibition, α-amanitin (A2263; Sigma) was injected at the 1-cell stage at a concentration of 0.2 ng per embryo. Staging of embryos was according to \[[@pgen.1008546.ref083]\].

Generation of MZ*pou5f3*, MZ*sox19b* and MZ*nanog* embryos {#sec017}
----------------------------------------------------------

MZ*pou5f3* and MZ*sox19b* embryos were generated by CRISPR-Cas9. Two gRNAs were designed to target sequences close to the N-and C-terminal ends of both the *pou5f3* and *sox19b* genes using the CHOP-CHOP tool \[[@pgen.1008546.ref084],[@pgen.1008546.ref085]\]. The following gRNA-s were used to delete the *sox19b* and *pou5f3* genes (the **NGG** PAM sequence indicated in bold):

N-terminal *sox19b*: GGGTTGCGTTGAGCGCTCAT**TGG**

C-terminal *sox19b*: GGTGTCCAACAGCACTATCT**TGG**

N-terminal *pou5f3*: GGCCATGTATCCTCAAGCCG**CGG**

C-terminal *pou5f3*: GGCTTGCACCCTGGTTTGGT**GGG**

gRNAs were cloned into the T7cas9gRNA2 vector \[[@pgen.1008546.ref040]\] and in vitro transcribed using the MEGAshortscript T7 kit (Ambion/Invitrogen), followed by purification with the mirVana miRNA Isolation kit (Ambion/Invitrogen). Embryos at the early 1-cell stage were injected with 150 pg of Cas9 mRNA and 30 pg of each gRNA. Cas9 mRNA for the injections was produced by in vitro transcription of the p3T3S-nls-zCas9-nls plasmid \[[@pgen.1008546.ref040]\] using the T3 mMessage machine transcription kit (Ambion/Invitrogen).

Embryos injected with Cas9 mRNA and gRNAs targeting *sox19b* and *pou5f3* were screened for mutant founders by outcrossing to wild-type fish. Maternal-zygotic mutants for *sox19b* were produced by incrossing homozygous mutant fish. Homozygous *pou5f3* mutant fish were rescued with injection of 40pg of Pou5f3-2xHA mRNA \[[@pgen.1008546.ref031]\], and MZ*pou5f3* embryos were obtained by incrossing homozygous *pou5f3* mutant fish.

To obtain MZ*nanog* embryos, homozygous zygotic *nanog* mutants from \[[@pgen.1008546.ref048]\] were incrossed.

ATAC-seq {#sec018}
--------

The ATAC-seq protocol was adapted from \[[@pgen.1008546.ref086]\] and performed on approximately 70,000 cells. Zebrafish embryos were first deyolked using buffers as described in \[[@pgen.1008546.ref087]\]; briefly, embryos were dissociated in deyolking buffer by brief vortexing and shaking at 1100 rpm at 4°C. Cells were collected by centrifugation at 400 rcf and the supernatant was removed. The cells were washed two more times with deyolking wash buffer. For the 256-cell stage, 300 embryos were manually deyolked as we were not able to obtain sufficient number of cells by buffer deyolking.

Following dissociation, cells were lysed in cell lysis buffer. Nuclei were spun down at 500 rcf for 10 minutes at 4°C, resuspended in tagmentation mix and incubated at 37°C for 30 minutes with gentle shaking at 800 rpm. Tagmented DNA was cleaned up using the Qiagen Minelute Reaction Cleanup kit and DNA was eluted in 10 ul of EB. DNA libraries were made by a limited cycle PCR Using the NEBNext High-fidelity 2X PCR Master Mix (NEB). To maximize the complexity of DNA libraries, the number of PCR cycles were determined by qPCR as described in \[[@pgen.1008546.ref086]\]. Following 11--13 cycles of PCR, the libraries were purified using the Minelute Reaction cleanup kit (Qiagen) and measured with a fragment analyzer. Samples were sequenced following adaptor cleanup on an Illumina HiSeq25000 instrument with 75bp reads. We performed two or three biological replicates for wild-type samples from different stages ([S1 Fig](#pgen.1008546.s001){ref-type="supplementary-material"}), two biological replicates for amanitin-treated embryos (Pearson correlation = 0.95), two biological replicates for MZ*pou5f3* embryos (Pearson correlation = 0.96), two biological replicates for MZ*sox19b* embryos (Pearson correlation = 0.88), and two biological replicates for MZ*nanog* embryos (Pearson correlation = 0.96).

RT-qPCR {#sec019}
-------

25 embryos per stage were flash-frozen in liquid nitrogen. RNA was extracted using the RNeasy Mini kit from Qiagen. 1microgram of RNA was reverse transcribed to produce cDNA using the iScript cDNA Synthesis kit (Bio-Rad). For qPCR, a readily made SYBR green Mastermix with ROX (100nM) was used. Primers for *fam212aa*, *sox19a*, *mxtx2* and the housekeeping gene *eif4g2a* were from \[[@pgen.1008546.ref031]\].

ChIP-seq processing {#sec020}
-------------------

We obtained ChIP-sequencing datasets for transcription factors from GEO studies GSE84619 (Ta, Tbx16 and Mixl1), GSE34683 (Nanog, Mxtx2), GSE51894 (Smad2, Eomesodermin), GSE67648 (Foxh1), GSE39780 (Pou5f1, Sox2). In addition we downloaded histone ChIP-seq for H3K27ac and H3K4me3 from GSE32483 for dome stage. Fastq-files were adapter and quality trimmed using cutadapt and aligned to the zebrafish genome build Zv10 using bowtie2 with parameters---no-mixed---no-discordant (paired-end datasets only). We deduplicated and filtered alignments by quality (q \> = 30) using samtools. We called peaks using MACS2 at 5% FDR using ChIP-Input libraries as background (-c flag), if available. For histone ChIP-seq, we called peaks using the---broad flag.

ATAC-seq processing {#sec021}
-------------------

ATAC-seq paired-end reads were adapter- and quality trimmed using cutadapt and aligned to zebrafish genome build Zv10 using bowtie2 with a maximum insert size of 2000 (-X 2000) and parameters '---no-mixed---no-discordant'. Alignments were further deduplicated using 'samtools rmdup'. Only properly paired alignments with alignment quality \> = 30 were used in downstream analyses. Additionally, alignments to the mitochondrial genome were filtered out.

Alignment files were converted to BED format using the 'bedtools bamtobed' utility in combination with a custom awk script. Start positions of reads mapping to the plus strand were adjusted by +4bp and end positions of reads mapping to the minus strand were adjusted -5bp to account for the transposase cutting event. Adjusted alignments were further subdivided into nucleosomal and open chromatin fragments corresponding to nucleosome-free regions (NFR) by taking a fragment size cut-off of 130bp (determined by visual inspection of the fragment length distributions).

ATAC-seq peak calling {#sec022}
---------------------

ATAC peaks were called for both all fragments and the NFR fraction only with the program MACS2 at an FDR of 5% with additional parameters "---no-model---no-lambda" and using the control digestion of genomic DNA as background (-c parameter). For each stage/condition we called peaks based on pooled replicates and subsequently overlapped the resulting peaks with those called in individual replicates, retaining only peaks that were confirmed in all replicates. We then merged all NFR peaks called in wild-type conditions into a consensus set (min 1bp overlap between peaks). We called a peak from the consensus set "present" in a particular stage if it overlapped by a replicated peak identified in that stage.

Differential accessibility analysis {#sec023}
-----------------------------------

For differential analysis, we counted ATAC-seq reads over the consensus peak set using the featureCounts function from the Rsubread package. To enrich for fragments associated with nucleosome free regions, only fragments up to a length of 130bp length were counted. Alignments from multimapping reads were additionally discarded for this analysis. Differential analysis was performed using DEseq2, setting the size factor for each replicate to the total fragment count in that replicate. We considered peaks with a log2 fold change of -1.5 or 1.5 at an FDR of 5% as significantly decreasing or increasing, respectively.

Definition of cis-regulatory elements and putative enhancers {#sec024}
------------------------------------------------------------

We extracted transcription start sites (TSS) for all genes based on Danio rerio Zv10 genome assembly and ensembl v85 gene build. Promoters were defined as 2kb windows centered on the TSS. We determined putative enhancer elements as distal (min 1kb distance from any TSS) accessible regions from the consensus peak set that overlap at least one ChIP-seq peak of either Sox2\[[@pgen.1008546.ref023]\], Nanog\[[@pgen.1008546.ref024]\] or Pou5f1\[[@pgen.1008546.ref023]\] and one additional developmental transcription factor (Smad2 \[[@pgen.1008546.ref081]\], FoxH1\[[@pgen.1008546.ref082]\], Mxtx2\[[@pgen.1008546.ref024]\], Eomesodermin\[[@pgen.1008546.ref081]\], Ta, Tbx16 or Mixl1\[[@pgen.1008546.ref088]\]).

Clustering of accessible regions {#sec025}
--------------------------------

We calculated the average open chromatin fragments (fragment length \< = 130bp) per kilobase per million reads mapped (FPKM) for each consensus peak in each stage and clustered the matrix of accessibility values by k-means clustering ('kMeans' function in R). We set the number of clusters k to 5 and initialized 10 random starts with a maximum of 1000 iterations. This resulted in 60% of the total variance explained by differences between clusters. All other parameters were kept at their default. The resulting clustering was then visualized in a heatmap. For this purpose, the matrix values were further binned into 100 quantiles ranging from low (0) to high (100) accessibility.

Accessibility heatmaps {#sec026}
----------------------

For each ATAC-seq library, we generated coverage tracks in bigwig format using the 'deeptools bamCoverage' utility at a bin size of 20bp. We extended alignments to cover the full fragment width (-e) and normalized to the individual library sizes using RPKM normalization. To separately analyze the open chromatin fraction, we additionally generated tracks using only fragments smaller or equal to 130bp in length. We plotted the open chromatin coverage signal over promoters and enhancers and at transcription factor binding sites, using the 'deeptools plotHeatmap' utility. For promoters and transcription factors, we centered the heatmap on the TSSs and ChIP-seq peak summits, respectively. Enhancer regions were scaled to each represent a 1000bp window. We used the 'deeptools bigwigCompare' utility to generate log2 ratio tracks of MZpou5f3 ATAC-seq and MZspg MNase-seq (external) samples over their wild-type counterparts at oblong and dome stage, respectively.

Motif analysis {#sec027}
--------------

Motif analysis was performed using the MEME suite v5.03 \[[@pgen.1008546.ref089]\]. To include the zebrafish Nanog-like motif in our analyses, we used a 60bp window centered on the top 5000 peaks called from 3.5hpf Nanog ChIP-seq data \[[@pgen.1008546.ref024]\] as input to MEME (-minw 6 -maxw 15 -nmotifs 10). We identified the consensus motif corresponding to the previously reported Nanog-like motif by visual inspection and added the corresponding position weight matrix to a local copy of the JASPAR 2018 core vertebrate collection of motifs \[[@pgen.1008546.ref090]\]. This custom collection was then used in motif enrichment and comparative analyses.

Proximal (+/-1kb around TSS) and distal (enhancer and intergenic) ATAC-seq peaks were sorted by their relative increase in accessibility between 256-cell and oblong stage and the top 20% of peaks within each category were selected for motif analysis. Enrichment analysis against the modified JASPAR database (containing Nanog, see above) was performed using AME (MEME-suite) using non-standard parameters---*kmer 2---evalue-report-threshold 10*. A custom R script was used in connection with R/TFBStools to summarize enriched factors at the motif family level. For each TF-family we reported the minimal adjusted p-value as well as the maximal % of peaks in the input set that have at least 1 motif from this family. *De novo* motif analysis was performed using the MEME-CHIP utility with parameters *-order 1 -meme-p 4 -ccut 0 -meme-mod zoops -meme-minw 6 -meme-maxw 15 -meme-nmotifs 10*.

We selected the top *de novo* motif for each TF family detected by matching motifs to their closest known counterparts in the database (TOMTOM). A custom R-script was used in connection with the R/ggseqlogo package to extract and plot position weight matrices for these motifs.

De novo motif analysis for differentially accessible TFBS {#sec028}
---------------------------------------------------------

We centered a 200bp window on summits of transcription factor binding sites for Pou5f1 (post ZGA) andSox2 (post ZGA), counted ATAC-seq open chromatin fragments within these regions and called regions significantly affected in our MZ*pou5f3* and MZ*sox19b* mutants compared to wt condition (DESeq2, log2 fold-change \< = -1.5, FDR \< 5%). We subsequently performed *de novo* motif analysis on sequences extracted from both significantly affected and unaffected (log2 fold-change \> = 0) regions using DREME (MEME-suite) with non-default parameters: *-m 5 -mink 3 -maxk 8*. For all significant motifs, we additionally calculated centralized enrichment relative to the peak summit using CENTRIMO (MEME-suite) and selected motifs with an e-value of 0.01 or less as centrally enriched.

Binned motif score analysis {#sec029}
---------------------------

We extracted canonical motifs for Pou5FB1 ([MA0792.1](http://jaspar.genereg.net/matrix/MA0792.1)), Sox2 (MA0143.3) and the Pou5f1-Sox2 double motif ([MA0142.1](http://jaspar.genereg.net/matrix/MA0142.1)) from the JASPAR 2018 database. We then performed low-stringency motif scanning using FIMO (MEME-suite) across 200bp windows, centered on TFBS summits (see previous section) using these motifs. We reported all motif hits at a p-value threshold of 0.05. Positions of significant motif matches were parsed into R and the highest scoring match for each sequence and motif was selected. For each motif, we divided the range of observed motif scores into 10 bins of approximately equal frequency (quantile binning) and plotted the distribution of associated accessibility fold-changes in mutant compared to wild-type conditions (violin plots).

Gene expression sets and transcriptional priming {#sec030}
------------------------------------------------

We obtained gene expression data from \[[@pgen.1008546.ref015]\] and (\[[@pgen.1008546.ref016],[@pgen.1008546.ref024]\] and sorted genes based on their zygotic expression strength in sphere and shield stage, respectively. We then plotted the distribution of normalized ATAC-seq signal over promoters and enhancers of sphere and shield activated genes. Genes with a zygotic expression RPKM\> = 1.0 \[[@pgen.1008546.ref015]\] were considered expressed in sphere or shield stage, respectively. Shield-expressed genes were additionally filtered to only contain genes not previously expressed in sphere. Enhancers were assigned to promoters by proximity within a maximal distance of 20kb. We summed the expression level of genes reported in \[[@pgen.1008546.ref016]\] until 8hpf and defined a cut-off of RPKM \< 0.1 to select genes not expressed until shield stage as a control group. For enhancers we used late-activated enhancers \[[@pgen.1008546.ref035]\] as a control.

We additionally compared the accessibility fold-changes in our maternal-zygotic mutants per gene, stratified by whether the same gene's gene expression was negatively affected in mutants as reported before \[[@pgen.1008546.ref015]\]. We tested the statistical significance of this difference by two-sample Welch t-tests and visualized the fold-change distributions using boxplots.

Supporting information {#sec031}
======================

###### Correlation of chromatin accessibility between ATAC-seq samples in early zebrafish embryos.

**a)** Pearson correlation between individual ATAC-seq replicates. Two biological replicates were generated for 256-cell, sphere, shield and 80% epiboly stage, and three biological replicates for high, oblong and dome stage. **b)** Pearson correlation between pooled replicates of different stages.

(TIF)

###### 

Click here for additional data file.

###### Pipeline for analyzing chromatin accessibility.

Chromatin and naked genomic DNA from zebrafish embryos was tagmented using Tn5 transposase, followed by sequencing and alignment to the genome (bowtie2). Fragments of sub-nucleosomal size (nucleosome free regions, NFR) were selected by applying a 130bp cut-off after visual inspection of the fragment length profiles. Peaks were called using MACS2 using the signal obtained from the naked DNA sample as background. Peaks called in each wild-type stage were merged across the time-course to generate a consensus peak set for further analysis.

(TIF)

###### 

Click here for additional data file.

###### Dynamics of accessibility increase at regulatory elements.

**a)** Average accessibility increase across the time-series (from 256-cell to 80% epiboly) over 200bp bins genome-wide (black), at promoters (red), and putative enhancer elements (blue). **b)** The coefficient of variation of normalized accessibility across the time course for promoter and putative enhancer associated peaks. A higher value indicates more variation in accessibility across stages.

(TIF)

###### 

Click here for additional data file.

###### Transcription inhibition in zebrafish embryos.

**a)** Gene expression levels of the zygotically activated genes *fam212aa*, *sox19a* and *mxtx2* in untreated and α-amanitin-treated embryos. α-amanitin treatment results in transcription inhibition. **b)** Brightfield images of zebrafish embryos at 6hpf in untreated and α-amanitin-treated embryos. α-amanitin treatment results in embryonic arrest at sphere stage.

(TIF)

###### 

Click here for additional data file.

###### Additional examples for the observed increase in accessibility at regulatory elements prior to gene activity.

Genome browser snapshots showing the *ta* and *otx2* gene loci. Green fonts indicate the stages when the gene is active. Experimentally verified enhancers for these genes \[[@pgen.1008546.ref038],[@pgen.1008546.ref039]\] are marked by a red asterisk.

(TIF)

###### 

Click here for additional data file.

###### Motif analysis for regions with increasing accessibility.

Enrichment of TF motifs from the JASPAR vertebrates database (with the custom Nanog motif from \[[@pgen.1008546.ref024]\]) at proximal (within +/- 1kb of TSS) and distal (enhancer/intergenic) regions that show an increase in accessibility between 256-cell and oblong stage. Individual motifs were summarized at the motif-family level and the minimum adjusted p-value for each family is indicated by the circle size in the plot. The color scale ranging from blue (low) to red (high) indicates the % of peaks with at least one motif from the respective motif-family.

(TIF)

###### 

Click here for additional data file.

###### CRISPR deletion of *pou5f3* and *sox19b* genes.

Genome browser snapshots showing ATAC accessibility tracks at *pou5f3* and *sox19b* in wild-type and knock-out embryos. The absence of reads over the gene body of *pou5f3* and *sox19b* in knock-outs confirms the deletion of the loci. Location of the gRNAs used for deleting the genes are indicated with arrows.

(TIF)

###### 

Click here for additional data file.

###### Global change in chromatin accessibility in MZ*pou5f3*, MZ*sox19b* and MZ*nanog* mutants.

Violin plots show the aggregated fold change in accessibility in MZ*pou5f3*, MZ*sox19b* and MZ*nanog* mutants compared to wild-type embryos at oblong stage. Significance of differences was tested using paired, one-sided, t-tests.

(TIF)

###### 

Click here for additional data file.

###### Chromatin accessibility in mutants is most affected at regulatory regions of Pou5f3-, Sox19b- and Nanog-regulated genes.

Boxplots show the log2 fold change in accessibility in mutants compared to wild-type embryos (oblong stage) at putative enhancers and promoters associated with genes that are downregulated upon Pou5f3, Sox19b and Nanog knock-down (red) and genes that are not downregulated (grey). Expression data is from \[[@pgen.1008546.ref015]\]. Statistical significance of the differences was tested by two-sample Welch t-tests.

(TIF)

###### 

Click here for additional data file.

###### Comparison of chromatin accessibility changes in maternal-zygotic *pou5f3* mutants assayed by ATAC-seq and MNase-seq.

**a)** Metagene profiles and heatmaps showing the log2 fold change in accessibility in MZ*pou5f3* mutants compared to wild-type at oblong stage. **b)** Metagene profile and heatmaps for the same regions as in a), showing the log2 fold change in nucleosome occupancy in *pou5f3* (MZ*spg)* mutants compared to wild-type at dome stage, using data from \[[@pgen.1008546.ref027]\]

(TIF)

###### 

Click here for additional data file.

###### De novo motif analysis at loci with reduced chromatin accessibility in mutants identifies canonical motifs as most enriched.

De novo motif analysis was performed for peaks that are **a)** bound by Pou5f3 and strongly reduced (blue) or unaffected (red) in MZ*pou5f3* mutants mutants; **b)** bound by SoxB1 and strongly reduced (blue) or unaffected (red) in MZ*sox19b* mutants; or **c)** bound by Nanog and strongly reduced (blue) or unaffected (red) in MZ*nanog* mutants. Sequence logos of significant (e-value \< 0.01) motifs identified are shown along with their associated E-value.

(TIF)

###### 

Click here for additional data file.

###### Regulation of accessibility by Pou5f3 and Sox19b is associated with high motif strength for these factors.

To determine the correlation between loss of accessibility in mutants and motif strength, we used motifs from the JASPAR 2018 database to perform low-stringency motif scanning. Binned motif scores are visualized from low (left) to high (right). Violin plots show the distribution of associated fold-changes in accessibility between **a)** MZ*pou5f3* and wild-type for the Pou5f1-Sox2 double motif; **b)** MZ*sox19b* and wild-type for the Pou5f1-Sox2 double motif; **c)** MZ*pou5f3* and wild-type for the Pou5FB1 motif; and **d)** MZ*sox19b* and wild-type for the Sox2 motif.

(TIF)

###### 

Click here for additional data file.

###### An increase in chromatin accessibility predicts future gene expression, especially at Pou5f3/Sox19b/Nanog-regulated regions.

**a)** Promoter regions were sorted into 20% quintiles based on accessibility increase between 256-cell and oblong stage, and violin plots show the expression value of associated genes at shield stage. p-values are shown for differences in expression between quintiles as assessed by one-sided Wilcoxon tests. **b)** Putative enhancer regions were sorted into 20% quintiles based on accessibility increase between 256-cell and oblong stage, and violin plots show the expression value of associated genes at shield stage. p-values are shown for differences in expression between quintiles as assessed by one-sided Wilcoxon tests **c)** Heatmaps show the median expression value for genes associated with regulatory regions at shield stage. Genomic regions are resolved by 20% bins of accessibility increase between 256-cell and oblong stage (x-axis), and 20% bins of accessibility change in MZ*pou5f3*, MZ*sox19b* and MZ*nanog* mutants compared to wild-type embryos at oblong stage (y-axis).

(TIF)

###### 

Click here for additional data file.
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Two of the expert reviewers have some substantial questions regarding the current manuscript. On balance I agree, that given what we already know, you could consider further analyses with the current data set to support your conclusions. I do not think it is necessary within the context of this study to provide further experimental validation of putative enhancers unless you already have these data available.

Reviewer\'s Responses to Questions

**Comments to the Authors:**

**Please note here if the review is uploaded as an attachment.**

Reviewer \#1: Zygotic genome activation is important for early embryonic development and the mechanisms underpinning this process should be of interest to the readership of PloS Genetics. Here Palfy and colleagues investigate ZGA in zebrafish, specifically focussing on the interplay between chromatin accessibility and transcription. They performed ATACseq on a series of early stages pre and post ZGA and found that from genome activation to onset of lineage specification chromatin accessibility increased in regulatory regions and preceded the transcription of associated genes. Using CRISPR mutants they show that this was dependent on the maternally expressed TFs, Pou5f3, Sox19B and Nanog, whose association with accessible elements was indicative of future transcription. They conclude that these TFs are involved in priming genes for transcription.

A lot is known about the timing of zygotic genome activation and Pou5f3, Sox19B and Nanog have previously been identified as key TFs involved. It was shown that they bind putative regulatory elements and a recent paper (Veil et al., Genome Research 2019) used MNase-seq and reports that these factors promote the open chromatin state. This study also provided chromatin accessibility data from similar stages (pre ZGA to dome stage). Thus, the present manuscript complements these previous reports and extends previous findings.

The experiments and associated bioinformatics analyses are well done, however, the overall advance is somewhat incremental.

They first attempt to address whether transcription is required for chromatin accessibility and compare a-amanitin treated and untreated embryos at the oblong stage, this treatment leads to arrest at sphere stage. Accessibility changes significantly only at the highly transcribed miR430 locus and not at any other highly transcribed genes. Thus, they conclude that RNA polymerase II activity is not required for chromatin accessibility, with the exception of the mir-430 cluster. It is not clear why they chose the id1 and fbxw4 loci to show ATACseq tracks and maybe the authors can comment on this selection also in the text (they do comment in the figure legend).

Looking at the timeline of developmental stages and publicly available expression data the authors observe that chromatin accessibility precedes transcription. They look at promoters and putative enhancers of genes that are activated at sphere and shield stages. The enhancers are defined by distance from TSS and presence of particular TF binding sites, but none of these putative enhancers is confirmed experimentally and their function and dependency on particular TFs is not confirmed.

They investigate the roles of Pou5f3, Sox19B and Nanog by creating CRISPR mutants followed by ATACseq at the oblong stage. The effects on accessibility at promoters and putative enhancers are quite small based on the volcano plots shown in Fig 4b, particularly in the MZsox19b and MZnanog mutants. Although for the selected genes shown in Fig 4c the effects are very clear and these genes and associated enhancers would be good candidates for experimental validation.

Overall, their analysis confirms a previous publication which suggested that these TFs regulate chromatin accessibility. In addition, the authors suggest that sites bound by a single TF or two of the TFs have reduced accessibility in the mutants, but this is not very clear from the plots shown in Fig 4d.

Finally, the authors find a correlation between increased accessibility of chromatin prior to gene expression at a subsequent stage and they suggest that Pou5f3, Sox19B and Nanog are priming gene expression.

The analysis reveals interesting associations, however the manuscript would benefit from experimental validations of some of the putative enhancers identified, including the confirmation of TF binding sites as being functionally important.

Reviewer \#2: This manuscript investigates the process of zygotic genome activation (ZGA) in zebrafish embryos to explore the relationship between transcription, chromatin accessibility and how this is regulated, including the regulatory proteins involved. These are interesting and important questions because we still do not fully understand how chromatin accessibility is regulated and how changes in accessibility are related to gene expression during development i.e. whether open chromatin is a reliable predictor the genes being expressed in cells or the future genes that will be expressed.

The authors carry out ATAC-Seq in replicates at seven different stages of zebrafish embryogenesis covering from the 256 cell stage - approximately when zygotic gene expression begins -- to gastrulation. I was curious however as to why earlier stages were not assayed since the authors themselves state that some zygotic transcription is observed earlier at the 64-cell stage. Comparison of the ATAC-Seq profiles across these stages allowed the authors to visualise and compare changes in open chromatin and how this is associated with changes in gene expression. They found five clusters of genes with different chromatin accessibility dynamics representing increasing numbers of genes with promoters and enhancers that become more accessible as development proceeds. They then provide convincing evidence that this increasing accessibility is generally not dependent on transcription except for the very highly expressed miR-430. They then show that accessibility of promoters and enhancers preceeds the expression of the associated genes. This is an important result that, consistent with data from other organisms, strongly suggests while generally open chromatin is not a great predictor of which genes are expressed at a given stage or tissue, it can be predictive of future gene expression during development.

The authors then investigate the effect of loss of three candidate transcription factors on chromatin accessibility during ZGA: Pou5f3, Sox19b and Nanog. They found that loss of any of these factors results in a decrease in chromatin accessibility and that this effect is caused by a loss of binding of these factors individually and in combination at different loci. Analysis of gene expression evidences that these three transcription factors likely prime genes for expression by increasing chromatin accessibility.

Overall I think this is a very interesting and well written paper that reports convincing data to advance our understanding of the regulation of gene expression during development.

Reviewer \#3: N/A

\*\*\*\*\*\*\*\*\*\*

**Have all data underlying the figures and results presented in the manuscript been provided?**

Large-scale datasets should be made available via a public repository as described in the *PLOS Genetics* [data availability policy](http://journals.plos.org/plosgenetics/s/data-availability), and numerical data that underlies graphs or summary statistics should be provided in spreadsheet form as supporting information.
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If you choose "no", your identity will remain anonymous but your review may still be made public.

**Do you want your identity to be public for this peer review?** For information about this choice, including consent withdrawal, please see our [Privacy Policy](https://www.plos.org/privacy-policy).

Reviewer \#1: No

Reviewer \#2: No

Reviewer \#3: No

10.1371/journal.pgen.1008546.r002

Author response to Decision Letter 0

31 Oct 2019

###### 

Submitted filename: Palfy et al. Response_to_Reviewers.docx

###### 

Click here for additional data file.

10.1371/journal.pgen.1008546.r003

Decision Letter 1

Bickmore

Wendy A.

Section Editor: Epigenetics

Aboobaker

A. Aziz

Associate Editor

© 2020 Bickmore, Aboobaker

2020

Bickmore, Aboobaker

This is an open access article distributed under the terms of the

Creative Commons Attribution License

, which permits unrestricted use, distribution, and reproduction in any medium, provided the original author and source are credited.

2 Dec 2019

Dear Dr Vastenhouw,

We are pleased to inform you that your manuscript entitled \"Chromatin accessibility established by Pou5f3, Sox19b and Nanog primes genes for activity during zebrafish genome activation.\" has been editorially accepted for publication in PLOS Genetics. Congratulations!

Before your submission can be formally accepted and sent to production you will need to complete our formatting changes, which you will receive in a follow up email. Please be aware that it may take several days for you to receive this email; during this time no action is required by you. Please note: the accept date on your published article will reflect the date of this provisional accept, but your manuscript will not be scheduled for publication until the required changes have been made.

Once your paper is formally accepted, an uncorrected proof of your manuscript will be published online ahead of the final version, unless you've already opted out via the online submission form. If, for any reason, you do not want an earlier version of your manuscript published online or are unsure if you have already indicated as such, please let the journal staff know immediately at <plosgenetics@plos.org>.

In the meantime, please log into Editorial Manager at <https://www.editorialmanager.com/pgenetics/>, click the \"Update My Information\" link at the top of the page, and update your user information to ensure an efficient production and billing process. Note that PLOS requires an ORCID iD for all corresponding authors. Therefore, please ensure that you have an ORCID iD and that it is validated in Editorial Manager. To do this, go to 'Update my Information' (in the upper left-hand corner of the main menu), and click on the Fetch/Validate link next to the ORCID field.  This will take you to the ORCID site and allow you to create a new iD or authenticate a pre-existing iD in Editorial Manager.

If you have a press-related query, or would like to know about one way to make your underlying data available (as you will be aware, this is required for publication), please see the end of this email. If your institution or institutions have a press office, please notify them about your upcoming article at this point, to enable them to help maximise its impact. Inform journal staff as soon as possible if you are preparing a press release for your article and need a publication date.

Thank you again for supporting open-access publishing; we are looking forward to publishing your work in PLOS Genetics!

Yours sincerely,

A. Aziz Aboobaker

Associate Editor

PLOS Genetics

Wendy Bickmore

Section Editor: Epigenetics
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Comments from the reviewers (if applicable):

Reviewer\'s Responses to Questions

**Comments to the Authors:**

**Please note here if the review is uploaded as an attachment.**

Reviewer \#1: The authors have responded in detail to the comments made by reviewers. This is a well written manuscript which makes an important contribution.

Reviewer \#3: The authors have addressed the vast majority of my concerns and provided explanations for the others. I am therefore happy with the manuscript in its present form.

\*\*\*\*\*\*\*\*\*\*

**Have all data underlying the figures and results presented in the manuscript been provided?**

Large-scale datasets should be made available via a public repository as described in the *PLOS Genetics* [data availability policy](http://journals.plos.org/plosgenetics/s/data-availability), and numerical data that underlies graphs or summary statistics should be provided in spreadsheet form as supporting information.
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Reviewer \#3: Yes
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PLOS authors have the option to publish the peer review history of their article ([what does this mean?](https://journals.plos.org/plosgenetics/s/editorial-and-peer-review-process#loc-peer-review-history)). If published, this will include your full peer review and any attached files.

If you choose "no", your identity will remain anonymous but your review may still be made public.

**Do you want your identity to be public for this peer review?** For information about this choice, including consent withdrawal, please see our [Privacy Policy](https://www.plos.org/privacy-policy).

Reviewer \#1: No

Reviewer \#3: No
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**Data Deposition**

If you have submitted a Research Article or Front Matter that has associated data that are not suitable for deposition in a subject-specific public repository (such as GenBank or ArrayExpress), one way to make that data available is to deposit it in the [Dryad Digital Repository](http://www.datadryad.org). As you may recall, we ask all authors to agree to make data available; this is one way to achieve that. A full list of recommended repositories can be found on our [website](http://journals.plos.org/plosgenetics/s/data-availability#loc-recommended-repositories).

The following link will take you to the Dryad record for your article, so you won\'t have to re‐enter its bibliographic information, and can upload your files directly: 

<http://datadryad.org/submit?journalID=pgenetics&manu=PGENETICS-D-19-00995R1>

More information about depositing data in Dryad is available at <http://www.datadryad.org/depositing>. If you experience any difficulties in submitting your data, please contact <help@datadryad.org> for support.

Additionally, please be aware that our [data availability policy](http://journals.plos.org/plosgenetics/s/data-availability) requires that all numerical data underlying display items are included with the submission, and you will need to provide this before we can formally accept your manuscript, if not already present.
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**Press Queries**

If you or your institution will be preparing press materials for this manuscript, or if you need to know your paper\'s publication date for media purposes, please inform the journal staff as soon as possible so that your submission can be scheduled accordingly. Your manuscript will remain under a strict press embargo until the publication date and time. This means an early version of your manuscript will not be published ahead of your final version. PLOS Genetics may also choose to issue a press release for your article. If there\'s anything the journal should know or you\'d like more information, please get in touch via <plosgenetics@plos.org>.
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